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List of Supplementary Materials
Video S1: Introduction to the integrated analysis of gene expression maps and co-expression networks using a ViBrism-DB dataset Table S1 : Biological interactions and GO terms rich in co-expression hub genes (2 spreadsheets) Table S2 : GO terms accumulated in SETs of genes (21 spreadsheets) Figure S1 . Transcriptome Tomography: a technique for high-throughput 3D reconstruction of gene expression maps (a sample map of Slitrk6 in the present dataset) As described in the previous paper 10 , at least three genetically identical specimens, such as whole mouse brains of C57BL6/J, are sectioned in each of three orthogonal planes to produce "fractions". In the study, first, a total of 28 1-mm (5 m × 200 sections per batch)-thick fractions (13 in coronal, 9 in sagittal and 6 in horizontal sectioning series) were produced using three 13×9×6 mm 3 -sized mouse brains, as shown in pseudo colors in the left panel. The gene expression densities in the fractions (fraction data) are measured with 36,558 probes on a microarray. Second, three more brains were processed as biological replicates. 61 fractions in total were subjected to the analysis (see Note). In the process of material sectioning, a block-face image is obtained Figure S2 . The distribution of probe number in SETs () calculated in the computationally randomized and non-randomized datasets Using total probes,  was calculated for each probe with a threshold of r > 0.85, 0.75 and 0.65 in the non-randomized dataset, which was the fraction data used in Figure 1A , and in a computationally randomized dataset as described in the Methods: then, the distributions of  were plotted in the same way as in Figure 1A respectively; that is, a SET formed at these ranges of cannot be distinguished from a randomly formed probe combination with the r thresholds. Thus, we decided to perform SET analysis with a threshold of r > 0.85 in this study. Intriguingly, all the distributions of for the randomized datasets as well as the non-randomized ones follow a power law feature. However, the probes accompanied by Log 10  > 2 are not present in the randomized dataset with the threshold of r > 0.85. Then we decided to set a threshold of  for co-expression hub genes in this study. zone (svz) to the olfactory bulb (ob). In the CB panels at P7 both genes are present in the outer external granular layer (oegl) and the granular layer (gl), but rarely in the inner
